polymorphism analysis of 62 clinical isolates, that C. concisus is genetically and taxonomically diverse and contains at least four distinct genomospecies that may exhibit differences in their spectra of virulence potential. These findings may help in the understanding of documented cases of pediatric C. concisus infection exhibiting a variety of clinical presentations. I concur with Zhang and colleagues (6) that additional research is essential for a fuller appreciation of the clinical role in pediatric health of C. concisus, an underisolated and underappreciated human pathogen.
